Supplementary Methods

Statistical measures for evaluation of performance by SVM and HMM
The values for SN, SP, ACC and MCC were computed using the standard formulae as: where, for a given family True Positive (TP) is number of sequences which were correctly predicted family members; False Positive (FP) is number of sequences belonging to other families which were wrongly predicted as family members; True Negative (TN) is number of sequences belonging to other families which were correctly predicted as non-family members and False Negative (FN) is number of sequences belonging to the given family which were wrongly predicted as non-family members.
Apart from the above mentioned performance measures, it was also tested whether the predictions made by the classifiers were significantly better than random classifications. For this the number of sequences expected to be predicted correctly by a random predictor, R we first calculated using the formulae 1 :
Then the performance of the classifier compared to random predictions i.e. normalized percentage better than random (S) was evaluated as:
The measure S is independent of total sample size and a score of S=0% represents totally random classifier whereas a score of S=100% represents perfect classifier.
Predictions were also benchmarked using another robust statistical measure F1 which is the trade-off between precision and recall. F1 measure is the harmonic mean between precision and recall and was computed using the formulae:
Based on the above measures optimum SVM and HMM were chosen for in silico classification of AMPylation domains.
Principal Component Analysis
Principal Component Analysis (PCA) is a statistical procedure that reduces the dimensionality of high-dimensional data while capturing largest part of variance in the data. PCA analysis was used on various features of SVM to find which feature provides maximum discriminative power to SVMs. Principal Components (PCs) were calculated using stats::prcomp function of R package and the scatter plots were visualized using ggplot2 of R package 2 .
Chromosome mapping of Fic/Doc and GS-ATase gene products
In order to know on which part of the chromosome, with respect to the origin of replication obtained by querying the NCBI database using in-house Perl script. To calculate the distance between these genes and oriC mid-points or center-points of genes and oriC was considered.
Hence, the absolute distance between genes and oriC (D) can be calculated as:
where, G is the center point of gene and C is the center point of oriC.
As the distance from oriC of different AMPylating enzymes needs to be compared, therefore the obtained distance, D, was normalized and normalized distance(ND) was calculated.
Else,
where, L is the length of genome. An ND value of 50 would indicate genes farthest from oriC ,
i.e. near the termination site, and an ND of 0 would indicate genes closest to oriC. 
SUPPLEMENTARY TABLES Supplementary
